We report here the annotated genome sequence of Xanthomonas arboricola strain 3004, isolated from barley leaves with symptoms of streak and capable of infecting other plant species. We sequenced the genome of X. arboricola strain 3004 to improve the understanding of molecular mechanisms of the pathogenesis and evolution of the genus Xanthomonas. 
and purA clustered strain 3004 into the X. arboricola phylogroup. Whole-genome nucleotide comparison against the draft genome sequence of strain 3004 indicated Ͼ99% identity to the draft genome sequences of X. arboricola pv. selebensis strains NCPPB 1832 and NCPPB 1630. We detected only three genes of the type 3 secretion system (T3SS) (hrpA, hrpX, and hrpM) and have not found sequences of any of the 53 effector protein genes (T3E) found in other xanthomonads (13) . PCR with T3E-specific primers (13, 14) using genomic DNA did not result in amplification of strain 3004, as well as nearly all of the tested 32 strains of X. arboricola from the Russian Federation, whereas expected bands were detected in the positive controls selected from different Xanthomonas species. The genome information presented here will allow comparative studies with other X. arboricola pathovars to help in understanding the molecular mechanisms behind plantpathogen interactions.
Nucleotide sequence accession numbers. The whole-genome shotgun project of X. arboricola 3004 has been deposited in GenBank under the accession number AZQY00000000. The version described in this paper is the first version, AZQY00000000.
